Input file 57h8Bcons; OutJ^B File 57h8Btra «B 
Sequence length 3 076 

CCACGCGTCCGCCCACGCGTCCGGGAAGAAGCAGCTACCTCGGAGGCAGGGCGCGCAGGCGGGCGGCGATGAGAGGGGG 

CGCAGCCGCAGCCCCGCGCTGGGGAGCCCACCGCTAACCCTGCACCCCACCCACCCCTGCACAAAAGAGCTGGCGGGCG 

CTGGCCACGTCGCCCTGGGTGACCTTCCTCGGATGCAGAATCCGCCCCTGCGAGCATCCTCTTCCTCCTAGGCTCTGAA 

GGCCCGGGGAGCGTGAGCGATGCCCAGCTGCACCCGGGCAGGGCTCGCCTTTGTTTGCCAGTAAGGAGGAGAGGCTGTC 

M G T T E A 
TCAGCTGCAGAGGGGTCATCCCTGCTTCAAGCCAGTGCCTCTTCCCAGCTCCC ATG GGG ACC ACC GAA GCC 

TLRMENVDVKEEWQDEDL PR 
ACG CTC CGG ATG GAA AAC GTG GAC GTG AAG GAG GAA TGG CAG GAC GAA GAT CTT CCC AGG 

PLPEETGVELLGSPVEDTSS 
CCA CTC CCA GAA GAG ACG GGG GTG GAA CTG CTT GGC AGC CCG GTG GAA GAC ACA TCC TCT 

PPNT LNFNGAHRKRKTLVAP 
CCT CCC AAC ACG CTA AAT TTC AAC GGA GCG CAT CGT AAG AGG AAG ACG CTG GTG GCC CCA 

E I N I SLDQSEGSLLSDDFLD 
GAG ATC AAC ATT TCT CTG GAT CAG AGT GAG GGG TCC CTG CTG TCC GAT GAC TTC TTG GAT 

TPDDLDI NVDDIETPDETDS 
ACC CCT GAT GAC CTG GAT ATT AAC GTG GAT GAC ATC GAG ACC CCC GAT GAG ACC GAC TCG 

LEFLGNGNELEWEDDTPVAT 
CTG GAG TTC CTG GGG AAT GGC AAC GAA CTG GAG TGG GAA GAC GAC ACC CCC GTG GCC ACC 

^AKNMPGDSADLFGDGTTEDG 
GCC AAG AAC ATG CCC GGG GAC AGC GCG GAT CTA TTT GGG GAC GGC ACG ACG GAG GAC GGC 

SAANGRLWRTVI IGEQEHRI 
AGC GCC GCC AAC GGG CGC CTG TGG CGG ACA GTG ATC ATC GGG GAG CAA GAG CAC CGT ATA 

DLHM I RPYMKVVTHGGYYGE 
GAC CTG CAC ATG ATC CGG CCT TAC ATG AAA GTG GTC ACC CAC GGA GGG TAC TAC GGC GAA 

GLNAI IVFAACFLPDSSLPD 
GGC CTC AAC GCC ATC ATC GTC TTC GCA GCC TGC TTC CTT CCA GAC AGC AGC CTC CCC GAC 

YHY I MENLFLYVISSLELLV 
TAC CAC TAC ATC ATG GAG AAC CTC TTC CTG TAC GTC ATC AGC AGC TTA GAG CTC CTG GTG 

AEDYM IVYLNGATPRRRMPG 
GCT GAG GAC TAC ATG ATC GTG TAC CTG AAC GGT GCC ACG CCC CGG CGG AGG ATG CCT GGA 

IGWLKKCYQM I DRRLRKNLK 
ATC GGC TGG CTG AAG AAG TGC TAC CAG ATG ATC GAC CGG AGG TTG CGG AAA AAC CTG AAG 

SLI IVHPSWFIRTVLAISRP 
TCC TTG ATC ATC GTC CAC CCC TCG TGG TTC ATT CGG ACT GTG CTG GCC ATC TCT CGC CCT 

FISVKFINKIQYVHSLEDLE 
TTC ATC AGC GTC AAG TTC ATC AAC AAG ATC CAG TAC GTG CAC AGC TTG GAA GAC CTG GAG 

Q L I PMEHVQI PDCVLQYEEE 

FIGURE 1 



CAA, CTC ATC CCT ATG GAA CAC GTC CAG ATC CCA GAC TGC GTC CTG CAA TAC GAA GAG GAA 

RLKARRESARPQPEFVLPRs 
AGA CTG AAG GCC AGG AGG GAG AGO GCG AGG CCC CAG CCG GAG TTT GTG CTG CCC AGG TCT 

EEKPEVAPVENRSALVSEDQ 
GAA GAG AAG CCA GAG GTG GCA CCA GTG GAA AAC AGG TCT GCT CTG GTC TCA GAA GAT CAG 

E T S M S * 
GAA ACA AGC ATG TCC TGA 

GGCGACGTGAGCATAACAAAGGACATGGAAGAAGATTCCAGATGCCAGAAAACCTCTGTCAGACGCCCACTGGCCCCAG 
ATCTCATCCTGCCTCATCCTGAGTCCCAATCTTCCAAGGGTGCCAGCCCCTCCGTTCATCTCTGAAACCCAGCATCCTT 
TTCAGCTGCTTGAAAACATTGTATTTTTTTTTTTTAACGATGCAGTATTTGTGCGTTCCAGAAAAGGGCCCAGCTCTGA 
GCCCCTCACCCTTCCACACTCACGAACTCTCAGCCGAGGAAGGCAAGAAGCGCAGGGGGTGGCCCGCGTGGCGTCGGTG 
GCCTCCGCTCCTGCTCGCAGCCCCTGTGGTCAGAGCTGGATACAAGATTCAAGACCCTTCTCTTGCTTGTCACCCGCTC 
CAGGTTGGAGCCACAGACACCCACCGCCACCCCGGCTGGGTCTGCGTCCTTTCCTGTGCCTTTCCCTCCAGAATGCGGC 
CTCAGACCTAGAAGCTCAACCCCCCTATGAGGGCCACGTCCTGGGGTAGCTCCTGACCTCCGACCTTATGTCCAAATTT 
CACACCCATGGTTTTTCATTTGACCCGCCCCCTTCTCGCTCATAATGACACCCAGCTCCTTTGAGAGGATCAGAGCCCA 
TTGCACAAGAAGAGCCGCTGCCAACCATCCTTGTCCTCCGATTGCAAAATGACACCCCAGTAATCTAGAACATTCTCAA 
GCCCCTTTAACTCAGATGTCAAGCCACCGGGCAAACCCCGTCAATACCTCCCACCAAGGAATGAGATATGTGGACCTCA 
CTGCTCCCCCAACCCAGCGTCAGGCTGGGACACGCCAACGCTGTTCCGGGTTGGAACAGCACAGGCTCAGAAACTGGCT 
CTGAAATAGGCAGACCTAGCAAGAGGAAGATACAGGGTATCGGGCGTTTGAGTGTTTCAGAAGTCATTCGGGAAGATAA 
ATCCAGTGCGCTGGCCGCAGCCACCTGCATTCAAAGCTTGGACCAGCGGGTTCTTGTTCGGGAGGCAAATTTCCCTAGG 
AAAAAGAAGACAGACTTTTCTAATGGGGTCCAAATGCGGATCACTGGTCAGATGGACTCTAGAAGCACTGAGCTCCCTG 
TCTCTGGAAGTATTTAAGAAAAGGCTGGGCCAGGCACGATGGCTCACGCCTGTAATCCCAGACTTTGGGAGGCCGAGGC 
AGGCGGATCACCTGAGGTGAGGAGTTTGAGAACAGCCTGGCCAACATGGTGAAACCTCATCTCTACTAAAAATACAAAA 
ATTAGCCAGGCGTGGTGGCAGGTGCCTGTAATCCCAGCTACTTGGGAGGCTGAGGCATGAGAATCACTTAAACCTGAGA 
GGCAGAGGTTACAGTGAGCCAAGATCGTGCCACTGCATTCCAGCCTGGGCGACAGAGCAAGACTCTGTCTCAAAAAAAA 
TAAAAAATAATCAGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTCTGGGAGGCTGAGGTGGGTGGATCACCTGAGG 
TCAGGAGTTCAAGACCAGCCTGGTGAACATGGCGAAACCCCGTCTCTAATAAAAATACAAAAATTAGCCGGGCATGGTG 
GTGCATGCCTG 
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FIGURE 2 



SSES^ 1 !^S a H3 f S-"" ,! ^ PUt File 



GTCGACCCACGCGTCCGCGGAA ATG GAG GAG GAG ACA GAG TTC CTT GAG CTC GGA ACC AGG a™ 
TCA AGA CCA AAT GGA CTA CTG TCA GAG GAT GTA GGA ATG GAC ATC CCC TTT GAA GAG GGC 
GTG CTG AGT CCC AGT GCT GCA GAC A ¥g AGG CCT GAA CCT CCT AAT TCT CTG GAT CTT AAT 
GAC ACT CAT OCT CGG aL ATC AAG CTC ACA GCC CCA AAT ATC AAT CTT TCT CTG GAC CAA 
AGT GAA TCT ATT CTC TCT GAT GAT AAC TTG GAC AGT CCA GAT GAA ATT GAC ATC AAT 

GTG GAT GAA CTT GAT ACC CCC GAT GAA GCA GAT TCT TTT GAG TAC ACT G^C CAT GAT CCC 

ACA GCC AAC AAA GAT TCT G^C CAA GAG TCA GAG TCT ATT CCA GAA TAT ACG GCC GAA GAG 

E REDn RLWMTVvt^ 
3AA CGG GAG GAC AAC CGG CTT TGG ATG ACA GTG GTC ATT gSa GAA CAA GAG CAG CGC ATT 

DMKVIepyprvt 
GAC ATG AAG GTC ATC GAG CCC TAC AGG AGA GTC ATT TCT CAC GGA GGA GAT TCA G 2a TAC 

^ TAT GGG GAC GGT CTA AAT GCC ATC ATT GTG TTT GCC GCC TGT TTT CTG c?A GAC AGC AGT 
" " DYHYVMENLFLYV 



OGG GCG GAT TAC CAC TAT GTC ATG GAA AAT CTT TTC CTA TAT GTA ATA AGT ACT TTA GAG 

L M v A E D Y M I V v t kt 
TTG ATG GTA GCT GAA GAC TAT ATG ATT GTG TAC TTG AAT GGT GCA ACC CCA AGA AGG aSg 

ATG CCA GGG CTA GGC TGG ATG AAG AAA TGC TAC CAG a¥g ATT GAC AGA CGG TTG AGG AAG 

AAT Tt'g AAA TCA TTC ATC ATT GTT CAT CCA TCT T^ TTC ATC AGA ACA ATC CTT GCT GTG 

ACA CGA CCT TTT ATA AGT TCA AAA TTC AGC AGT AAA ATT AAA TAT GTC AAT AGC TTA TCA 

E L S G L I PMDPtut^ 
GAA CTC AGT GGG CTG ATC CCA ATG GAT TGC ATC CAC ATT CCA GAG AGC ATC ATC AAT ATT 

°LKLKEKP* 
GAC TTG AAG CTG AAA GAA AAG CCT TAG 

TTGGCCATGCTGGAAGAAGAGGATGCTTTTCTGGTTCATGGTTCTGTTGAAACATATCTACCTGAAAGAGACAGGGCTG 
ATGTTACCTTTTTCCACTTTGCACTACCTGGTGCCATTCTAAATTTCTAAGGGGAAAAATAGAAAGTTTGTTTACTCTT 
AAGATATTTTATGAAATTGTGTGTACTTTCCTATTTTGCCAATTATGTGCCTCAAAGATTTTAGTTGAGCCTTAGCAAG 



FIGURE 3 



AAAGTAGGACCTTCCATTTCAAT^ 

GATACCTTTAATCCACTGTTAAGTATGAGTGGATTTGTTTCCATAGATTAGCTGGATTTCCTTTTGGTGATTGCATTAG 
GTTTAAAGTACACAGGTCTCAACTCTCCCCAGGAAAGTTTCCCCTGTTTGACTCGACCTTTAAAA 

AGGACAGCCACAAACCACACAAGGTGTAAAACGATCATCAGCTAAGTGCCCGTTTTGTTCTTGTTTACCAGAATCTCCT 

TTAACTTCTCAAAGGGAAGCCGGGCTTTCTAATCCACGTCAACTTTATTTTAGTTGTCAAATTGGGCATTATATTTTAT 

GTAAATTGGTCTTTTAAC^VTCATTTTCCTGATGAATGTTGGTGACCACCACATTGTGAAATTTAAGAATCCGTGTTGCA 

TGTTTGGTAGCTCTCTGAGTTTGAGGCCATAAACTCAGCTCCAGAGGTTACCTTTTAAGTGCCAAGAACTCAAGTGCAA 

GGTGG C CT ACT C AAAAAT CATTTGGT AG CATTCAGTT ATT CATG A ATT CCTCTCTCGCATGC ATT AT AAAAAGTG AT CT 

GCTTTAAAACACCGTAATCTGATCATAGGCTTAAAATTAAATATGAGTATTACTTTCATGTACAAAATATTTCCTTTAT 

AGTCTTCATATGCCCTTTAAAATGCCAACAAGATTTCAAGTCTGTAGGCCTCTAGTGAGGTGGGGTGGCAAACCACAGC 

TAAGTCTCGCTCACCACTGCAAGCTAAGAATGGTTTTTACATTTTGGGTTGGAAAAATTTTTTTTGAATATTTCATGAC 

AC^TGAAAATTATTCAAATGTTAGTGCCGATAAATAAAGTGGTACTGAAACACAGCCACACAAACTTGTTTTTGTACT^ 

TCTACAGCTACTTTCACACTACAGCCGCAGAGCTGAGCAGTTCAGCAGACCGTATGTCCCACAATGCCTAAAACATTGA 

CTATGTTTACAGAAAAAGTTTGCTGACCCCTGCTCTAGCAAACGCATCCTTTCCTACTCCACCCCAATTTGTATTTAGA 

TAGTTTCTCTAACAGAACGGACAAATGAGGCTGCAAACTAATTTATTTTTGTCAAAAATCAATGTTTTGACATCCACAG 

ACAGTGAAATAAAAGAAATGGCTTGCTGAAAAACATGAGGAGTCCTAGCCACAAAATCACTGCTTAGGTTGCAATTGCC 

AAAATGAAGCCTTCTTAGAAGCACTTCTTTAGTATATACAGGTGTTGGCTGAAGTCCGTGCCTCACTCTGGGAACCATT 

CrTTAGTCTCCAGTGTCTCCTATTACAAAGAAGCTGGCAGAAATAAAAATGAAGGGGTGAGAGCGGTTCCACCCTAGTCT 

CATGGTGGAAAATTCATTGGGGAGAGCTGTCCAGGATATTTGGAGTCCTGGGTAGAAGGAGCTTGTAACTACTTTAAAG 

TCGACATCTTTGCACAGGTGATTGAGTTTCTCTGACCTCATTGCTTCACCTCTGTCTCCTCCCGTCCTTCCGCACGTGC 

CCACACACACGCAGTTCAGCCCTCTTTCCTCCATAAGCCTCCATCGTTTTCTCTTTTCTCCTCTTGATCCTTTCAAGCG 

AGTATCTTGTTGAATTGTATGTTCTGTTGGATCTCCTCCTTCATAACATCTGGCTTGTTGGACAGAAAAACCCTACAGC 

CC^CCCCCTCCGACAGCCCACCTCCACTTTTGAAAGCCCAAATTACACCTCTCCCAGAACACAGTGTTGACGTAAATAC 

AGTTACCCAATATTCCTGTTTGTTCACCTATTTGCTACTTTCACTCAGTAGCATCCCATTTTGTAAAATGAATTCCATG 

GTCACCCTGTCACAGGAAGTAATGAAAAATCCAGTGTTCAGTGTAGTGGTGCAAACCTGAGGGCATAGAGCTGTTCATA 

GAGGGCTCTTGTTATAGCCAAACAGACACAGCAACAATCTCACCATTTATATATATATTTTTAACTTGTCCAGCTCATC 

TATGGAAAACTACTCAGGTGGTATGCTGTTTGAAGCCTCATCTTCCTACATGAAAATTATGGGCATTTGTCCCAATGAT 

TTTGTTTCAGCTGTTCTGTAGGCTGCATAACCACTCTGATATTTAGGTATCTGCTATTTTATTATCTTAAAAGACAAAT 

TAATTTAATTGCATGTGCTAGGGAAAAGCTACCATGTACATTCACCCCAAGTAAATAGAATCCTAGATGAATCCTAGAA 

AAATAATCCCTAAGCAGATAGGTAGACAGAGGTAAACATTCACATGATTTAGCTCTCTAGCTCTTGCACTCTGAACATT 

FIGURE 3 (cont'd) 



CTTGCTTTGGTTCTGACTTCTGGG 

GGGCAAAAGCATTGTTTCTCAAAGCTCCTTGATTAAGAGAAAG^^ 

AGAAAGTTTGTTTGAGGGCAGTAGCTGAGTGTGGAAGAAAATCCTGAAGTTTCTGTTGAAGCCATACAATGTTC 

GGTTACTCTCTAAGACATTCTCTGAGGTGTGTGAGGAAGTCACTACTCCTAGCCTTTGTTAAGATGTAATTTTAAATAT 

TCAGTTATGGTACTATGTTTGCAACTCTCGTCTTATCACAATGCCTCAGTAGTTTGTTCCCTTAGAAACATTTAGATGT 

GCACAAATTAATCTTTTATATATCTAAAGGTTTTTCTATCATGCATTGGATTGCTCAGAATAAAGTGTCTGTTAGACTT 

CGTTTTGGTAAATAAATTCTCCATAATGTAGATTAATAATATAAAAGTCTTTAATGACACAATATATCTATATAGCCTC 

ACTGTATAATTCAGAAATAAAAATTGATTCTGCAA^^ 

GCCGC 
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FIGURE 4 



Input file Alhbaa034f 09 . l>H Output File Alhbaa034f 09^H* 
Sequence length 2 96 6 

M L K S C S 
GTCGACCCACGCGTCCGGGCGAATCTGTATTTCCAGTTAACTGCTCAGAAGAGAG ATG CTG AAG AGC TGT AGT 

RASFSPSVRKPPLILRRLLS 
CGT GCA TCC TTC TCA CCC TCC GTT AGA AAG CCT CCT CTC ATC CTC AGA AGA CTA CTG TCA 

EDVGMDI PFEEGVLSPSAAD 
GAG GAT GTA GGA ATG GAC ATC CCC TTT GAA GAG GGC GTG CTG AGT CCC AGT GCT GCA GAC 

MRPEPPNSLDLNDTHPRR I K 
ATG AGG CCT GAA CCT CCT AAT TCT CTG GAT CTT AAT GAC ACT CAT CCT CGG AGA ATC AAG 

LTAPNINLSLDQSEGSI L SD 
CTC ACA GCC CCA AAT ATC AAT CTT TCT CTG GAC CAA AGT GAA GGA TCT ATT CTC TCT GAT 

DNLDSPDE TDINVDELDTPD 
GAT AAC TTG GAC AGT CCA GAT GAA ATT GAC ATC AAT GTG GAT GAA CTT GAT ACC CCC GAT 

EADS FEYTGHGKSLSWQGQS 
GAA GCA GAT TCT TTT GAG TAC ACT GGC CAT GGT AAG TCA CTA AGT TGG CAA GGC CAA AGT 



* 

TAA 



ATGCTAAATAAGTAAAAGATTTTCTAACAGACCTCTCATTTTTGTGCCAGTGGATCCTTTTTGTGATTTCTAGAAGCTT 
CTGTTTTTATTTCAGGTTATAGGTGGCCATGATTGACAGTTTGGAGCCTGACAGAGAAAGTATGGGTCACAGAGGCCAT 
ACATAACCATTGCTCTTTATTAACCCCCACTCTGTGCTAGCATTTATGCTAGGCACTGGGGCTGAGGGAAGACTGTTAC 
ATGCTGTGTTACAAGAAACCTGGGGCTGGGTTTGCAGGGGAAGAGAATTTAATCAGGATGATAAAATTTGAAGAAGAGA 
AATCAGAGCTTGCCAATTTCTTGTATAAGTTCCCACTATCTGCAATGTTCTTTTCCCCAGATCCTTACGTGACTGACTC 
CTTCTCTTTATTCAGATGTTAATCAGATGTCACCTCCTCAGAGAAGTCTTCCTTGACCTCTGTAATCAAAGATGCTTCC 
GACTTCCCGACTCCCACCACCTAGTCACTCTCTGTCCCAGTGTTCATTTTATTTTCCACGTATCACTAATTCAAATTGT 
ATTATTTAACTATTTGTTTGCATTX^ 

TATTTGATCCTGCGTCTCCAATAAAGTGGGAAGGAAGGAAGGGATGGTTTAGGGGGAGTGAGAGAAATGATAAAAAAGA 
AGATAATTAAAAGTTTTCAGATCATCCAAGACTGACACTCCTGATATGAACTTCAGTCTTTCTTTAGTTCTTTCTCTTA 
CTCTATGAAATCTGGTTTAAGAAATATGTACAAATACAATCATTTTTTTTTAAATGGCATTATGTAGTTTCTGTTTCAG 
TTCTAGCCAGGGTGGAATTCTCTGAAGTTATAATATTTGAAAGTGAAAGCGAGAGAGTCTGGGACACAGCTATTGCTTT 
TATTCATTTTTAAAATTCACGCAATCTTAAAAGCAATACAGTGCCACAATTAAGTGGTGGCCTGACTTTTAGAGACATG 
CTAATTCTAGCAGTTCCACTCCTAGAAGAGCATAATTAGAAAATTCACCAAATTAGCTAATTATTTCAACCAATGGTCA 
TTGAGCCGACATGAGCAGTGCAGTTCAGACTCTACCTTGACAGAGCTTAAGGCTTTATTTCCTCAAAAAGGAAATGGCT 
AAACGACTTGTTTTATAGTCTATTATGCTTAAGTAGAGTTTTTTTTTTTTCCATAAGTTATTGGGGTACAGGTGGTATT 
TGGTTACATGAGTAAGTTCTTTAGTGTAAGTAGAGATTTTATATTGCATTTTTATCATGTGTGAATTTCTGTAGTTATC 



FIGURE 5 



TGGGTAGTTGATTCTGTAGGTTGAAATACACAAATAGGAGGTGAAAGAAGGTCTGGAATTTGTACTATTTCCTGTCATC 
CCAGAGAGTCTTCAGCAGCTCCTCTATCCATCCCAGTTGCCCCCTACCAGCTCCTGCTCCTTTCCCTGCTAATATATTG 
ACCAAATCCCACAGAAGACTGTGGCATGACCCAACTGGCCCCTCTCTTGCCTCCGGTATTTGCTTCCTTTTTGTCAGGA 
GAGCTTTGTCACACCACATCTGAACCTTTTATTTTTAAACATAGTAAAACTGTCGAGCAAAGCAGTGGTGGCTGGGCAA 
GCTGGTAATTAACACTGCCACTTGCTGACATGGCTCTTTTAATGTAGTTAACATAGCTGTGTTGAAAGAACCAGTTTAA 
TGGCCACAACCCTGTTTTAGGTCTTAAATGCAAAGGACAGAATTGTAAACTAAGTTGAATTTTTAAATCTACCTTAATT 
TTCAAATGAAAGATATATAGTCAGAGGTTGAAACTTTGAAAACACAAAGTGCCTCTGAATAGCTATATTTTGTAAACAT 
GAGGACATGGATAAGTGACTGTATAAGAGGGTTGGATTATAAATATGTTTGAGTTCTGAAGTATGAAATAAATGCTTGA 
AAGCAGCCTGTTTCTTAGGTTTCTCACGCGACCATTTTGAACCAGGAATGTACATTCTAAACAAAATAGGGGTTTTTAA 
GGTATAGTTTTTCAAAAACATTTGGGCCATAATTTATTTTCTTTTAATGAATACTTTTTCATTTATATTATATTTTTCG 
TGTATATATTTTCATTATATACGTTTCATTATATATTATATATTTGTACTATATATTTTTCATTTATATAGTTTTCATT 
GTATATTATATACCTCATTATATTATATAATTCATTATATAGTTTTCATTTAATTTATTTCATTTTATAACTAGAACAA 
TGAAGCACAGAGAAGTTAAGTAATTTGCCTAAGGTCACACAGCTCATTGTTGCCCTTAGTTCCTGGCCCATGCTGCTTC 
CCAGTGAATATGCTAACAATGAATGGGAAAGGGTCTGTTACCAGATTGGACTTACATACTTGAAGCCAAACATGATAGC 
TCTTGCTCACATTTAGGCCTCTTTTTATCCAGTTTTCCTGACTTGCGGGAGACTCTAAAAAAAAAAAAAAAGGGCGGCC 
GC 
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FIGURE 6 



>PF00335!transmembrane4 4 transmembrane segments integral membrane protein 

^.^u ot^q: z 5 j> z9j Model: 192 232 

*CMekIqdWlhnNf IIIaglciGIaf IEilgMvFSMCLCRql* 
C+ + 1+ L++N+ + +++ + +l ++ + +++i 

human 2 5 3 CYQMIDRRLRKNLKSLI IVHPSWFIRTVLAISRPFISVKFI 2 9 3 
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>MILPAT00063 | calret_c calreticulin calcium-binding domain 



Score : 



human 



human 



5.74 Seq: 55 160 Model: 1 124 

REF xxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxx xxxxxxxxxxxxxx 
* YT1 IYRPDNTFEVl IDNWQVWSMSLETIWDMFLP . PDNPsREIeDPEef 
+T++ R + I ++ +S ++++D+ L+ PD EI D + 

5 5 DTHPRRIKL-TAPNINLSLDQSEGSILSDDN-LDSPD EI-DINVD 

REF xxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxx 
KPEDWI^kaaERqkMDDPQDEEQRWKPEDWDEDKPEHIPDEDAkEPEDW 

+ D E DP++ + E + PE ++E+ W 

97 ELDTPDEADSFEYT-GHDPTA-NKDSGQESE--SIPEYTAEEEREDNRLW 



96 



142 



human 



REF xxxxxxxxxxxxxxxxxxxxxxxxxx 
DDEMEYEWDPpEEkMIDWPEQMKDEW* 
+ +E + + + + MK 

143 MTWIGE QEQRID-MKVIE 



160 
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>MILPAT00063 | calret_c calreticulin calcium-binding domain 



Score: 0.66 Seq: 59 96 Model: 1 44 

REF xxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxx xxxxxxxxxx 
* YTl IYRPDNTFEV1 IDNWQVWSMSLETIWDMFLP . PDNPsREIeD* 

+T+ + R + I ++ +S ++++D+ L+ PD EI D 

human 59 DTHPRRIKL-TAPNINLSLDQSEGSILSDDN-LDSPD EI-D 96 
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GAP of: nip2a.pcp check: 3241 from: 1 to: 314 

nri 9 /^pnovirus E1B 19kD-interacting protein 2 (BNIP 
N1P2A | U15173 Homo sapiens BCL2 /adenovirus 

2) 

to: nipZb.pop check: 7107 from: 1 to: 371 
NIP2B 

- n n /^r/Local/acq 9 l /gcgcore/dnta/i undata/bl oaumG2 . cmp 
Symbol comparison table: /usi / loca i / gcy_ /a ^ 

CompCheck: 64 3 0 

Gap Weight: 12 Average Match: 2.912 

Length Weight: 4 Average Mismatch: -2-003 

Quality: 842 Length: 371 



Ratio 

Percent Similarity 



2 682 Gaps: 5 

67.197 Percent Identity: 56 ■ 051 



Match display thresholds for the alignment (s] 
I _ IDENTITY 



2 
1 



nip2a.pep x nip2b.pep 



x MEGVELKEEWQDEDFPlPLPtlDDSlEADlLAlTGPEDQPGS 41 

! MGTTEATLRMENv^viiUUELpRplUETGVEI.LGSPVEDTSSPPNT 50 
42 LEVNG - NKVRKKLJVIAPDISLTLDPSDGSVL3DD . LJDESGEIDL . . DGliDT 87 

b l LNF UaHRKrU^ ^0 

88 pSE "..NSNEFEWEDDLPKPKTTEVIRKGSTTEYTAAEE...KED 126 

101 pDETDSLEFLGllGNkEWEDiTPVATAKNMPGDSADLFGDGTTEDGSAAN 150 
127 GRRWRMFR I GEQDHRVDWKAI E P YKKV I S HGG Y YGDGLNAI VVF AVCFMP 176 

177 ESSQPNYRYLMDNLFKYVIGTLELLVAENY^TWLNGATT^ 226 

,01 O^UlM^^ "° 
227 RKCYQQIDRRLRKNLKSLlivH-pSWFlRT^^ 27G 

2 77 NLAELAET.VPMEYVGIPEC1KQVDQELNGKQDF.PKNEQ ^14 

301 SlUkEQiipilEHiQTPDCVLQYEEERLKARKESARPQPEFVLPRSEEKP 3S0 
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GAP of: ni P 2b.pep check : 7307 from: 1 to: 371 
NIP2B 

to: nip2cpep check: 3344 trom: 1 to: 322 
mt C Athda22f7 

CcmpCheck : 643 0 

. , ^_ 10 Averaqe Match: 2.912 



Quality 
Ratio 

Percent Similarity 



87 i Length 

2.705 Gap3 
69.1B2 Percent Identity 



375 
4 

58 - 805 



Match displaTt^holds for the alignment (s) : 

| =- IDENTITY 



2 

1 



nip2b.pep x nip2c.pep^ < 

l ^QTTEATLliMENVDVKEEWOlJEDTipRPLPEETGyEIjLGSPVKIiTSSPP^ 4 9 
, MBEE IL LE 1,GT I! i S RP NG LLsUvCM DI PF B ECV.L S P S « D ™P^™ 4, 
5 . TLNFNGAHRKRKTJ'VRPEINISLDQSEGSLLSDDFLDTP - 
5 0 5 ioJ. D 4p R LK[Tip«lkkiUBGiiiiiUispi EI o IN ™ ELD 9, 
: 10 „ TPDETDSIjEFLGNGNELEWEDDTPVATAKI^PGDSADLFGDGTTFDGSAA 149 
10 „ iiiULivTkm PTANKDSGQESESIPEYTAEEERED ! 3B 

139 A iiUivUEiUUMKviEpUxsiUGUGEGL^IVP^ 1.7 
19 7 CFLPDSSLPDYHVIMENLFLYVISSEE™^ 246 

Tee CF JliURiUW E iiUUU^UiUiUUGi!plRiiU ,3, 

247 IGWLKKCYQMTDRRLR^LKSLIIVHPSWFIRTVLAISRPR^ ™« 

„ 7 QYVHSLEDLEQEIPMEHVQIPDGVI.QYEEERLKftRRESARPQPEFVTiPRS 346 
288 KY^SLiSEljSGljipMDCIHlPEsiiNTDL.KLKEKP « 2 



FIGURE 11 




GA P o£- ni P 2c.pep check: 3344 from: 1 to: 322 

NIP2C Athda22f7 
- nin2i Pep check: 3241 £ rom : 1 to: 314 

to: nip2a.pei protein 2 (BNIP 

r ., n i Pri j BCl^./adenoviruB E1B l9kL>- 1 nt era<-r. y y 
N1P2A | UJBL71 Homo f, apie.ru / 

CompCheek: 64 3 0 

. r , Average Match: 2-912 

Gr P Weight: 1- Aver Mi3m auch: -2.003 

Length Weight: * ^ 

n . Hnfi Lcnqth: 333. 

Quality: 806 ^ 6 

2 
1 



nip2c . pep x n.ip2a -pep 

41 i!. E vi GNK viKiU^isi TI l .ip.^iviy,ii^o EI o L ..^, C se 

87 TPSENSNEFKWEDDLPKPKTTEVIRKGSlTEyTAAEEKEDGRRWRMFRiG 13 S 

299 LIPMDCTHIPESIINIDLKLKEKP 322 

20 4 LVPMEYVGI pi'^' J KQVDQELNGKQDEPKNEQ 314 



FIGURE 12 



